99 Leontopithecus rosalia, blood samples and a skin biopsy were obtained from a male of 100 Leontopithecus rosalia kept at the Fundação Zoo-Botânica de Belo Horizonte, Brazil.
101 Chromosome preparations were obtained from whole blood following Small et al. (1985) . A 102 fibroblast cell line was established from skin biopsies by collagenase digestion according to the 103 method reported by Stanyon and Galleni (1991) . 
GTG Banding
138 GTG-banded karyotypes were obtained for the five species studied allowing the 139 characterization of all chromosomes from each monkey (Fig. 1) . Saguinus midas has a diploid 140 number 2n=46 with 14 acrocentric chromosomes, 30 metacentrics or submetacentrics, a Fig. 1 ) except that they, 265 probably for oversight, only showed the syntenic association HSA 17/13 instead of the complete 266 20/17/13 synteny. In a common ancestor in the phylogenetic line leading to the genera Mico 267 and Callithrix 1a was then fused with 10a to form the synteny HSA 10a/1a (Fig. 3) . Finally, the 268 ancestral association HSA 2b/16a was fissioned in the common ancestor of the genus Callithrix. (Fig. 3) . In comparison with previous hypothesis we were able to clarify and 282 complete the chromosome content of the Callitrichinae karyotypes, in particular, the presence 283 of the syntenic association 20/17/13. We also noted the loss of the 2/16 ancestral association 284 that occurred on the phylogenetic branch leading to the genus Callithrix. Further refinement to 285 this phylogenomic reconstruction could come from the application of BAC-FISH and integration 286 with future sequencing efforts in this fascinating group of New World monkeys. Figure 1 . The hybridization pattern found in Saguinus midas, which was identical to that in all tamarins so far studied including species of the genus Leontopithecus. The hybridization pattern of human chromosome paints is indicated on the left and S. midas chromosomes are numbered below (except in the case of S. midas chromosome 22 which is numbered to the right). We aligned the banded chromosomes of the genera Callithrix and Mico based on the homology found in this paper and in the literature. Note that the additional areas in terminal 2p and 3q of Mico signaled with an arrow are due to heterochromatin additions (see text). Callimico are linked by a fusion of 1a/10b. The line leading to Callithrix has a fission of the 2b/16a association. Callimico experienced a series of apomorphic rearrangements not placed on the tree.
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